A new era in the genetic analysis of multiple sclerosis.
This review covers the latest developments in the genetic analysis of multiple sclerosis in the context of advancing knowledge about the nature of complex disease. This year has seen rapid progress dominated by early applications of high-throughput single-nucleotide polymorphism typing technology. The last 12 months have seen the completion of what is probably a definitive screen for linkage, together with the beginnings of indirect full-genome screens for association with common variants. Alongside this the first ever systematic admixture mapping effort has also been completed, suggesting a possible explanation for the apparent excess of the condition in Europeans and implicating a novel susceptibility locus on chromosome 1. It is now clear that association-based studies in large cohorts will be needed to unravel the genetic basis of susceptibility to multiple sclerosis. Importantly it is also clear that the necessary tools have now arrived and that the next few years are likely to see exciting developments.